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Fig. 11 
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Fig. 15 
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Fig. 16 
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Fig. 32 
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Fig. 33 
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Fig. 34 
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Fig. 35 
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Fig. 36 
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Fig. 40 
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Fig. 42 
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Fig. 45 
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Fig. 46 
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Fig. 48 
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Fig. 49 




Time (mm) 




51/53 



Fig, 50 
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Fig. 51 
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Fig. 52 



«. f ta n 3« 4s J4. 

5 ATS f£T TTA^rc asccraaAEAcraxoccxarTWTTTTCrasas 

s * r L*« Pro Pro Cly Thr Thr Cly A*p Pro A*p Leu Phe S*r Cly Pro 
63 73 61 90 99 108 

tcs aa ccc ccc tec act oa ccc aac oc act oca, cm: cct tca cw axt 

S«r Pro Ala Cly Ser Tor Pro Ala A«n da S«r Ala Clu Ala 5«r Clu S«r A*n 

117 US U3 144 U3 1« 

CtC TCT CCS ACS CTT CCC NA OCT OCX OCX CSC ACS CCS TtC OC ACC CTC OA 

v *l S*r Ala Tar Val pro Aro; Ala Ala Ala Val Tar Pro Ph* Cln sir Leu CLa 

*«* MO LOT 138 *207 216 

CTA CTC OC OC CTC AAC OCX CTC ATC CTC ATC CTC TAC ACC ATC CtC CtC CTC 

L*u Val KLi Cln Leu Ly» Cly Leu lie Vol Hec Leu Tyr Ser II* Val Val Val 

223 234 243 232 261 270 

CTC CCT CTC CTC CSC AAC TCC CTT CTT CtC CTC CTC ATC CCC CSC CtC CSC COS 

Vkl fly Ui Vii Cly teC/*L«wI^V^t^Vhin«AllA^^Ac^AC7 

279 288 297 jc« 313 324 

~ °_f *J^f CTC **C TTC CTC ATC CCC AAC CTC CCC TTC TCC OX CtC CTC 

Leu Rts Aa Val Thr Aa Po« Leu XI* Cly Asa Leu ALi Leu S*r Aap Val Leu 

333 343 331 360 369 373 

JSC TCT CCC CCC TCT CTC CCT CTC ACS CTC CCC TAC CCC TTT OA CCT OCT CCC 

Hec Cys Ala Ala Cys Val Pro Leu Thr Leu Ala Tyr Ala Pa* clu Pro Aro" Cly 

397 39* 403 414 423 4J2 

TCS CTC TTC CCT CCA CCC CTC TCC OC CTT CTT TTC TTC CTC OC CCS CTC ACC 

' Trp Val Ph* Cly Cly Cly L« Cys Kls Leu Vat Ph* Vbm Leu da. Pro Val Thr 

**1 45*0 439 463 477 485 

^ CTC TAC CTA TCS CTC TTC ACA CTC ACC ACA ATC CCT CTC OC CCC TXT CTC CTT 

Val Tyr val s« Val Ph* Thr Leu Thr Thr XLm Ala Val Asp Aro; Tyc Val Vat 

.495 304 313 323 331 340 

CTC CTC OC CCS CTA CCT CSS CCC ATT TO. CTC AAC CTC ACC CCC TAC CCT CtC 

Leu Val HLm Pro Leu Ac? Anj Ac? II* S*r Leu Lys Leu Ser Ala Tyr Ala Val 

S49 358 367 576 583 394 

CTC CCC ACC TCS CCT CTA TCT CCA CTC CTC CCS CTC CCS CCC CCS CTC OC ACC 

Leu Cly Urn Tra Ala Leu Ser Ala Val Leu Ala Leu Pro Ala Ala Val KIs Thr 

603 612 €21 GO £39 643 

TJC OX CTA OC CTC AAC CCC OC OC CTC CCC CTC TCC OC OC TTC TCC CCT 

Tyr Kls Val Clu Leu Lys Pro HI* Asp Val Ar? Leu Cys Clu Clu Pa* Tra Cly 

657 666 «73 684 693 702 

TCS OC OC CCC OC CSA OC ATC TAT CCC TCS CCC CTC CTC CTC CCC ACC TAT 

Sec da Clu Ac? Cla Ara; Cla tie Tyr Ala Trp Cly Leu Leu Leu Cly Thr Tyr 

711 720 729 738 747 736 

TTC CTC CCC CTC CTC CCC ATT CTC CTC TCT TAC CTC CCC CTC TCS CTC AAC TTC 

Leu Leu Pro Leu Leu Ala £!• Leu Leu Sar Tyr Val Ar? Val Sac Val Lya Leu 

T74 783 793 801 810 

OSS AAC CCC CTC CTC CCT CCC ACC CTC ACC OC ACC OC CCT OC TCC OC CCA 

AwAeaArvValVal PwCly5«ValTorC^S««<anAlai^ 

819 823 837 846 333 864 

CCS CCT CCC CCT CCC ACT TTC TCC CTC CTC CTC CTC CtC CTC CTC CTC TTC CCS 

Ala Arrj Ac? Arff Arg Tor Pa* Cys Leu Leu Val Val Val Val Val Val pa* Ala 

873 883 891 900 909 918 

gTC TCC TCC CTC CCT CTC OC AST TTC AAC CTJ CTC CCC OC CTC CAC CCS CCT 

Val C/m Ttp Leu Pro Leu KLe II* Pa* Am Leu Leu Ac? Aep Leu A«s Pro Ac? 

937 936 943 994 963 973 

CCC ATC OC CCC TAC CCCTtCCCCCTCCTCOCCTCCTC TCC OC TCC CTT CCC 

Ala XU Aep Pro Tyr Ala Ph* Cly Leu Val Ola Leu Leu Cye Hie Trp Leu Ala 

981 990 999 1008 1017 1036 

ATC ACC TCC CCC TCC TAC AAC CCC TTC ATC Ttf CCS TCC CTO CAC CAC ACC TTC 

1033 L044 1033 1043 1071 1080 

Q=A CM CW CTA CCC AAC ATC CTT CTC TCT TOO CCC CCC AAC ATC CTO OCT CAT 

Acs Clu Olu Leu Acq Ly* Nec Leu Leu *«r Trp Pro Aro Lya lie Val Pro Kle 

M69 1098 1107 1 114 

OQC CM AAT ATC ACC CTC ACT CTO CTC AT C TCX 3* 

Oly Oln Aen Hec Thr Val Sex Val Val lie 



